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, 2007). (B) rec8
UUAAAC -A 30 , taken from a DSR sequence within the 3ʹ-UTR of this transcript, adopts a relatively stable stem loop structure. This stem-loop is disrupted in (C) rec8 UUCUCC -A 30 where four adenosines in the DSR and downstream region are mutated to pyrimidines. This disruption of secondary structure could explain the differences in intrinsic deadenylation rates between substrates (compare Figure 4B with Figure  6D ). Wild-type and mutated DSR sequences are highlighted in yellow. (D) The substrate with an upstream U-rich region has the propensity to form a stem-loop with the polyA tail. A Scheme for the cloning and expression of a recombinant Ccr4-Not complex with Mmi1. We generated a new baculovirus transfer vector carrying the Mmi1 coding sequence. This was combined with the fully assembled Ccr4-Not vector using Cre-Lox recombination and was used to generate a single recombinant virus expressing all eight genes, as in Figure 2 . Plots are made the same way as in S2D and are from gels shown in Figure 5 . E Plots showing deadenylation rates of rec8 RNAs containing mutated DSR motifs with Mmi1-Ccr4-Not complexes from Figure 6D . Ccr4-Not (dark blue) and Mmi1-Ccr4-Not (light blue) complexes on wild-type rec8 UUAAAC -A 30 substrates are shown for comparison. Plots are made the same way as Figure S2D . 
